. Phylogenetic tree including distant members of the kelch repeat gene family.
Phylogenetic tree of representatives of the kelch repeat superfamily of human, zebrafish, Drosophila melanogaster, Ciona intestinalis and C. savignyi (see color code on the lower right) based on the substitution model LG+I+F+Γ 4 (shape parameter for gamma distribution α = 1.68). A total of 120 amino acid sequences were used, and the alignment consisted of 403 amino acid residues. Support values at nodes are shown in order, bootstrap probabilities in the ML analysis, and Bayesian posterior probabilities.
Based on this analysis, the dataset for the outgroup analysis was chosen (blue box):
the group of proteins clustering with a bootstrap support of 68 (ML analysis) with the ENC family (grey box). Table S1 . Sequences included in molecular phylogenetic tree in Figure S1 .
Species
Gene name Gene name alias Accession ID 
Ciona intestinalis ENSCINP00000014080

Ciona intestinalis ENSCINP00000006099
Ciona intestinalis ENSCINP00000028487
Ciona intestinalis ENSCINP00000005810
Ciona intestinalis ENSCINP00000008095
Ciona intestinalis ENSCINP00000027212
Ciona intestinalis ENSCINP00000017048
Ciona intestinalis ENSCINP00000011706
Ciona intestinalis ENSCINP00000014893
Ciona intestinalis ENSCINP00000013720
Ciona intestinalis ENSCINP00000005165
Ciona intestinalis ENSCINP00000013326
Ciona intestinalis ENSCINP00000013854
Ciona savignyi ENSCSAVP00000009638
Ciona savignyi ENSCSAVP00000001210
Ciona savignyi ENSCSAVP00000011294
Ciona savignyi ENSCSAVP00000004775
Ciona savignyi ENSCSAVP00000019348
Ciona savignyi ENSCSAVP00000007741
Ciona savignyi ENSCSAVP00000006583
Ciona savignyi ENSCSAVP00000018227
Ciona savignyi ENSCSAVP00000019320
Ciona savignyi ENSCSAVP00000001332
Drosophila melanogaster diablo FBpp0075260
Drosophila melanogaster FBpp0082864
Drosophila melanogaster FBpp0082029
Drosophila melanogaster FBpp0080595 7
Drosophila melanogaster FBpp0085813
Drosophila melanogaster FBpp0080063
Drosophila melanogaster FBpp0071249
Drosophila melanogaster FBpp0112408 These nucleotide and deduced amino acid sequences of a partial ENC gene were derived from the Petromyzon marinus whole genome assembly. This gene was detected by gene prediction performed on the version 3 assembly (see Materials and Methods) . The N-terminus of the ORF seems to be complete, while the C-terminus is incomplete. Table S3 . Sequences included in molecular phylogenetic tree in Figure 1B . Table S2 .
